Present Claims 1-3 and 5-19 relate to an isolated coryneform bacterium in which L- 
arginine biosynthesis is not repressed by an argR gene in a normal manner, and which has L- 
arginine producing ability. The inventors have surprisingly found that the presently claimed 
bacteria are especially useful for producing L-arginine. 

The rejection of Claims 1-3 under 35 U.S.C. § 101 as being directed toward non- 
statutory subject matter has been obviated by appropriate amendment. As the Examiner will 
note, Claim 1 has been amended to replace "A coryneform bacterium" with "An isolated 
coryneform bacterium." Accordingly, the rejection is no longer tenable and should be 
withdrawn. 

The rejection of Claims 1-3 under 35 U.S.C. § 1 12, first paragraph, is respectfully 
traversed. In the Official Action, the position is taken that Claims 1-3 contain subject matter 
which was not described in the specification in such a way as to reasonably convey to one 
skilled in the relevant art that the inventor, at the time the application was filed, had 
possession of the claimed invention. However, Applicants would like to direct the 
Examiner's attention to the following points. 

Some argR genes of coryneform bacteria were well known and available at the time 
the application was filed. For example, the argR gene of Corynebacterium glutamicum was 
registered in Genbank as accession No. AF041436. The nucleotide sequence of an argR gene 
for Mycobacterium tuberculosis was disclosed in Nature , vol. 393, p. 537 (1998). In this 
regard, Table III-4- 1 of Identification Manual of Actinomycetes (published by Business 
Center for Academic Societies Japan) (copy attached as Exhibit A) shows that 
Mycobacterium belongs to the same suborder as Corynebacterium, 
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It had not been known whether a protein encoded by argR gene actually functions as 
a repressor of L-arginine biosynthetic system in coryneform bacteria. However, the 
inventors of the present invention have now discovered, for the first time, an argR gene in 
Brevibacterium flavum, which belongs to coryneform bacteria. Therefore, other coryneform 
bacteria are also reasonably now expected to have argR genes, and proteins encoded by argR 
genes are reasonably expected to function as a repressor of the L-arginine biosynthetic 
system. Consequently, Applicants submit that the specification also provides sufficient 
enablement for the claimed invention even in such cases when using argR gene other than 
that of B. flavum. 

For these reasons, the rejection should be withdrawn. 

The rejection of Claims 1-3 under 35 U.S.C. §112, second paragraph, has been 
obviated by appropriate amendment. In particular, Claims 1 and 2 have been amended by 
replacing "arginine repressor does not function in a normal manner" with "L-arginine 
biosynthesis is not repressed by an argR gene in a normal manner." 

Claim 2 has also been amended to replace "a gene coding for the arginine repressor" 
with "the argR gene which has the nucleotide sequence shown in SEQ ID NO: 17 or has such 
a degree of homology that it should cause homologous recombination with the nucleotide 
sequence shown in SEQ ID NO: 17." As stated above, it is now reasonably expected that 
other coryneform bacteria than B. flavum have argR genes. The argR genes are expected to 
have the sequences homologous to the sequence of SEQ ID NO: 17. Therefore, Applicants 
believe that these argR genes can be disrupted by homologous recombination and this 
rejection should be overcome. 



Claim 3 has been amended by replacing "an amino acid sequence showing homology 
to the amino acid sequence" with "an amino acid sequence which is encoded by an argR gene 
having such a degree of homology that it should cause homologous recombination with the 
argR gene coding to the amino acid sequence shown in SEQ ID NO: 18." 

Accordingly, the rejection is no longer tenable and should be withdrawn. 

Applicants expressly state on the record that none of these amendments were made or 
necessary to distinguish the present claims from the prior art. 

Applicants submit that the application is now in condition for allowance, and early 
notification of such action is earnestly solicited. 



Respectfully submitted, 

OBLON, SPIVAK, McCLELLAND, 
MAIER & NEUSTADT, P.C. 




Attorney of Record 
Registration No. 24,618 

Stephen G. Baxter, Ph.D. 
Registration No. 32,884 

(703)413-3000 

Fax #: (703)413-2220 
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IN THE CLAIMS 
Please amend the claims as follows: 

— 1. (Amended) [A] An isolated coryneform bacterium in which [an arginine 
repressor does not function] L-arginine biosynthesis is not repressed by an argR gene in a 
normal manner, and which has L-arginine producing ability. 

2. (Amended) The isolated coryneform bacterium according to Claim 1, wherein 
[the arginine repressor does not function in a normal manner due to disruption of a gene 
coding for the arginine repressor] L-arginine biosynthesis is not repressed by the argR gene 
in a normal manner due to disruption of the argR gene which has the nucleotide sequence 
shown in SEP ID NO: 17 or has such a degree of homology that it should cause homologous 
recombination with the nucleotide sequence shown in SEP ID NO: 17. and which is on a 
chromosome of the bacterium. 

3. (Amended) The isolated coryneform bacterium according to Claim 2, wherein the 
[arginine repressor has] argR gene encodes the amino acid sequence shown in SEQ ID 
NP:18 or an amino acid sequence [showing homology to the amino acid sequence] which is 
encoded by an argR gene having such a degree of homology that it should cause homologous 
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recombination with the argR gene coding for the amino acid sequence shown in SEQ ID 
NO: 18 .- 

Please add the following new claims: 
--5. (New) to 19. (New)- 
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Family Corynebacteriaceae and related families 



{Mycobacterium tuberculosis) ^v?77 'J 71 (Corywc- 
bacteriurn diphtkeriae) Nocardia fa hSfr*£X& 

iS<D5HX^%»t9 t CMN^u— ^fcBftftu t < cB3* 

£8K Corynebacteirum ghitamicum CDfaHK: A 9 , 

ix£ i: "5 tcfc 9 , $ £ Rhodococcus JRjc < (Dffifl-g? 
feaWfc^«^ft6*«i 6 *S Ji 3 k * ^ TSS* 
»^^±OSS?t£t>lQ^:L/Co Nocardia JKli£:KK:# 

ttT Nocardia fcffcU. *<£>^iS— tt^HS t Tl>fc 
**. 1970^Ofl^M»t«HH«K:j:oT!BB**t. BHT 
5iS<D Nocardia ® Ofcgr^StS 1 L*r 0 ^Lr^s — 

w» $ ffc&OCfeja* 16S rDNA O W«C 
J: ^Tfc3£l*S*L, Sift fci 3*111-4-1 K*tT10JKfc3&;i 
5o CJxe>OSJS« 16SrDNAK A^^RTtt Nocardia h 
Rtodococcus&iS&T-ffiVftiZXZ&frlZ, *-*L^*U5t? 
»ix-S/uT»ttLTt>* (Rainey et aL, 1995, Stackebrandt 
e/tf/.. 1997), 5 3— ;uKti2-T;u^;i/3-t Ko**>HIS 

t < K: Mycobacterium R<D 4 a — <DJ&KSfcSta* 
*K<D*fSU±, Stackebrandt <?f al. (1997) <DS#C 
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Suborder Co ryne barter ineae 
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Corynebacteriaceae 


Corynebacterium 




Turicella 


Dietziaeeae 


Dietzia 


Gordoniaceae 


Ccrdonia 


Mycobacteriaceae 


Mycobacterium 


Noeardiaceae 


Nocardia 




Rhodococcus 


Tsukamurellaceae 


Tsukamurella 


*MPMB 


Skermania 




Williamsia 





£3&S¥~Ct2, order AcHnomycetales <D suborder Coryhe- 
bacterineae iZXHfc-fZ. #B»0i|fflBOfflBfiJi weso- 
diaminopimelic acid (A a pm) Wfe1£L(D'<~?3- Ytry 
(Aly) fc, ^O^fflC arabinose galactose 

X^ffyKp&m&X** SS^iM/AB^-^ 6,6' is 
Turicella 6 i: Corynebacterium amy co latum T*2& 5 0 ffefiD 

■^^y VO^^S (Collins et al. 9 1977) fc. /ij3«J/v 
IH-4-2 KI^To . 

Corynebacterium, Mycobacterium, Turicella £fifc£, 
— <tt Kite Gordon (Gordon & Mihm. 1957) ? £fc 

ti Goodfellow O^S (Goodfellow, 1971) t» e> *L3 0 

Corynebacterium JB 
SfcRttSM C. dtphtheriae ICftS$ixi^ < CDA^Irt 
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